Monitoring patterns of mating and pollen dispersal in forest tree populations subjected to nature conservation is essential to understanding the dynamics of their reproductive processes and might be helpful in making management decisions aimed at conserving genetic diversity and integrity over the long term. However, little is known about effective pollen dispersal in natural populations of conifers, particularly in subdominant species such as larch. We investigated patterns of pollen dispersal in the Polish larch population ofŚwiętokrzyski National Park. The studied population was located on Chełmowa Mountain in a forest complex 160 ha in size, which is relatively isolated from other forest stands. We assessed if local pollen dispersal inferred from pollen dispersal kernels could provide indications of the level of background pollination from sources located outside of the forest complex. The analysis focused on two plots, each encompassing 126 adult trees, and seed samples (n = 600) collected from 20 trees. Using 11 nuclear microsatellites and spatially explicit mating models, we identified details of mating patterns. The rate of self-fertilization was low (0.0268). Background pollination was moderate (0.4058), and the mean pollen dispersal was found to be 167 m and 111 m, based on exponential-power and Weibull dispersal kernels, respectively. Specific simulations performed based on the estimated pollen dispersal kernels provided background pollination levels comparable to those observed for real data, suggesting that the pollen contributing to background pollination likely originated from the studied forest complex and not from other surrounding populations. These results confirm the high potential for maintaining the genetic integrity of the larch population and support efforts aimed at promoting regeneration of the stands, either natural or through the artificial planting of seedlings derived from trees growing in the core larch population of the protected area.
Introduction
Genetic diversity is one of the main assets of natural populations. In forest trees, genetic diversity is considered the primary determinant of ecosystem sustainability and resilience of populations to environmental change, including climate change and the excessive exploitation of populations due to human activities [1] . The genetic diversity of natural populations is explored and utilized in tree improvement programs, for example, those aimed at increasing timber production in plantation forestry, which is important to the economies of many countries. However, managing the genetic resources of forest trees is challenging [2, 3] . In temperate zones, different tree species present a large variety of population types: from species with scattered and isolated groups of trees to stand-forming tree species growing in large continuous populations, often spanning several countries. Therefore, the matter of how to approach conservation genetics in forest trees has been the subject of intense debate over recent decades [1, 3] .
Genetic diversity is a major concern in relation to populations of forest trees growing in conservation areas such as nature reserves or national parks [1] . Such populations usually have multiple features justifying their conservation (e.g., native origin, longevity, diversity of conspecific species), and the goal of conservation is to promote their long-term sustainability [4, 5] . However, the ability of populations to maintain their genetic diversity across generations depends not only on the effective size of a population [6] but also on the mode of reproductive processes [7] .
In our earlier study [8] , we investigated the genetic diversity of the population of Polish larch (Larix decidua subsp. polonica (Racib. Domin)) growing on Chełmowa Mountain inŚwiętokrzyski National Park, Poland, which has been subject to conservation efforts since 1920. Chełmowa Mountain is a unique site, from which this form of larch was described for the first time as a separate species (Larix polonica) by Raciborski [9] . Now, Polish larch is considered a subspecies of European larch (Larix decidua Mill.) [10] . It has been found to be relatively resistant to drought [11] and larch canker [12, 13] , the primary threats potentially related to climate change. In our study, we found that the population was characterized by a relatively high level of genetic diversity, large effective population size, significant fine-scale spatial genetic structure highlighting its natural establishment, as well as relative homogeneity and a close genetic relationship with other Polish lowland larch populations. These results firmly justified the need to protect this population.
This protected population is relatively old, and the oldest trees are gradually thinning out. One option of the management plan is to stimulate natural regeneration or even use seedlings derived from seeds harvested from local larch trees. It is believed that despite an extensive artificial seed transfer across Europe, the larch populations of lowland Poland, including those of theŚwiętokrzyskie Mountains, have only been minimally affected by allochthonous plant material in comparison with other areas in Europe [14] . However, since the beginning of the 19th century, local foresters have introduced European larch to the forests in theŚwiętokrzyskie Mountains area [15, 16] , and these populations, mostly with unknown origin, might be a current source of pollen fertilizing local Polish larch trees. Therefore, the main gene conservation concern is to what extent the population of Polish larch protected on Chełmowa Mountain is capable of maintaining its integrity in the face of potential gene flow from surrounding larch populations.
Pollen mediated gene flow in forest trees might be extensive [17, 18] ; however, studies of patterns of pollen dispersal in natural populations of larch are lacking. In the context of conservation genetics, the possibility of gene immigration has two main implications. On one hand, it could be the source of new allelic variation, potentially increasing the genetic diversity of local populations, thus counteracting the adverse effects of inbreeding or genetic drift. On the other hand, if populations subjected to conservation are exposed to gene flow from non-native populations, gene immigration may eventually erode genetic diversity and disrupt the integrity of conserved populations [19] [20] [21] . Therefore, monitoring the conservation status of populations should include not only the assessment of demography or genetic diversity but also monitoring mating patterns, including gene flow. This could be helpful in making management decisions aimed at preserving the genetic diversity of conserved populations in the long term [1, 6, 19, 21] .
One way to investigate patterns of effective pollen dispersal in trees is to apply parentage analysis based on genetic markers, with the aid of specially designed statistical methods [22, 23] . Several recent studies, in both conifers and angiosperms, demonstrated that the probability of pollen dispersal decreases with distance [24] [25] [26] . However, at the same time, considerable proportions of offspring result from mating with pollen donors located outside of local populations (considered often as background pollination or pollen immigration) [17, 27, 28] . This is because local pollen dispersal (at the scale of tens to hundreds of meters) is governed by gradient processes, but long-distance pollen dispersal at the mesoscale is a more complex and highly unpredictable event due to specific multidimensional atmospheric processes affecting air movements [29, 30] . Currently available methods for studying pollen dispersal generally fail to connect background pollination levels to patterns of local pollen dispersal as described by dispersal kernels, with some exceptions [31, 32] .
In this study, we investigated patterns of effective pollen dispersal in the conserved Polish larch population growing in a relatively isolated forest complex of Chełmowa Mountain. We used nuclear microsatellites and spatially explicit mating models to assess pollen dispersal kernels and to identify possible determinants of male mating success. We were particularly interested to see if patterns of local pollen dispersal could be helpful in explaining the observed background pollination levels and how this information could affect management decisions aimed at efficient conservation of the studied population. We believe that this case study will broaden our understanding of the reproductive biology of larch species, but also conifers in general, and will facilitate further research on pollen-mediated gene flow occurring at the mesoscale, which is essential for conservation genetics and adaptive processes of populations in the context of climate change [1, 6] .
Materials and Methods
We investigated mating patterns in Polish larch (Larix decidua subsp. polonica (Racib. Domin) growing on two plots in the Chełmowa Mountain Nature Reserve, in the forest district of Łagów, Poland. Plot A was located in sectors A-1h and A-1i, and consisted of larch trees over 190 years old, which shared 30%-40% of the stand, coexisting with oak (Quercus robur L.) and beech (Fagus sylvatica L). Plot B was located in sectors A-3c, in which the larch trees were slightly younger (about 170 years old). These trees also shared about 40% of the stand but coexisted with beech trees only. Each plot was represented by 126 adult trees, which were measured for DBH (diameter at breast height) and height and were georeferenced. The plots were roughly oval shaped with diameters of around 250 m for plot A and 220 m for plot B. The distance between the plots was ca. 600 m. The entire forest complex was about 160 ha in size, and it was relatively isolated from other nearby forests ( Figure 1 ). The nearest stands with larch are located 2.2 km due southwest and 5 km south. Details of the sampled subpopulations (locations, areas, etc.) are presented in Table S1 . In each plot, ten trees were selected as mother trees and sampled for cones by shooting branches in February and March 2018. From each mother tree, 30 seeds were germinated, and the emerged seedlings were genotyped. Total genomic DNA was extracted from fresh tissue of germinated embryos or small seedlings using the GeneMATRIX Plant & Fungi DNA Purification kit (EURx Ltd., Gdansk, Poland) following the manufacturer's protocol. All adult individuals and seedlings were genotyped at eleven nuclear microsatellite markers (SSRs): bcLK189, bcLK211, bcLK229, bcLK228, bcLK263, LD31, LD42, LD45, LD50, LD56, LD101. Details of the genotyping procedures are presented in [8] . Adult genotypes used for parentage analyses, assessed with the same set of microsatellite loci, originated from our previous study [8] .
Basic genetic diversity parameters and inbreeding coefficients, accounting for the presence of null alleles, were estimated using INEst v. 2.0 software [33] . The effective population size (N e ) of offspring cohorts was calculated based on the linkage disequilibrium (LD) method implemented in NeEstimator 2.01 software [34] , assuming a random mating model and a threshold of excluding rare alleles at P crit = 0.02. Parameters of the mating system were obtained based on a spatially explicit mating model (neighborhood model [35, 36] ) using the NMπ computer program [37] . The effects of tree height and DBH on male mating success were estimated based on standardized measures. The analyses were conducted separately for each plot and jointly for the entire dataset. Mating system parameters for individual mother trees were estimated using NM2F software [38] . Estimates were derived with 10,000 MCMC samples, saving every 10th update. Probabilities of paternal identities (PPIs) were used to infer effective numbers of background pollen parents (N epBAC ), according to [39] . Effective numbers of local pollen parents were calculated based on inferred genealogies following the results of NMπ based on the full model N epLOC = 1/Σφ j 2 , in which φ j is the proportion of offspring of a given mother tree sired by j-th male within the sample plot. The total effective number of pollen parents (N ep ) for each mother tree was calculated as the harmonic mean of N epBAC and N epLOC . Given the estimates of parameters of pollen dispersal kernels, we performed simple simulations aimed at investigating patterns of pollen dispersal outside of the sampled plots but still within the studied forest complex. We generated the population of adults distributed on a circular grid of 10 x 10 m (density 100 trees/ha), with a radius of 715 m, totaling an area of 160.5 ha, similar to the area of the studied forest complex. The focal female was placed in the center of the simulated population. For each adult in the simulated population, the probability of mating with the focal female was calculated based on the equation (3) presented in [37] . We calculated the proportion of summed probabilities of males located within the arbitrarily defined neighborhood area (radius r) relative to the summed probabilities of all males located in the entire simulated population (radius 715 m). In these simulations, we assumed a uniform spatial distribution of all males within the population, and that male mating success of individuals depended only on the distance and direction of a male relative to the focal female, and that all mating events occurred only within the simulated population (with no immigration from outside of the circle). However, because the dispersal kernel is estimated solely based on local outcross mating events, for simplicity we also assumed no selfing.
Results

Genetic Diversity of the Offspring Generation
Six hundred seedlings were successfully genotyped at 11 microsatellite loci. Only 22 diploid genotypes of 6600 (11 loci × 600 seedlings), were missing. Seedling genotypes were compared to respective mother genotypes to ensure appropriate allele calling. The seedlings demonstrated high levels of genetic diversity, similar to those of adult populations; however, the offspring cohorts exhibited a slightly larger mean number of alleles per locus than the adults (Table 1) . A significant level of inbreeding was noticed among offspring originating from Plot A. The effective population size of offspring samples was estimated to be 40.8 (95% C. I.: 36.3-45.8) for Plot A and 55.0 (95% C.I.: 48.4-62.5) for plot B. Given that the offspring were sampled equally from 10 mother trees, these effective numbers are relatively high. Table 1 . Parameters of genetic diversity of adults and offspring at two sample plots (N-number of individuals; A-mean number of alleles per locus; H o -observed heterozygosity; H e -expected heterozygosity; F is null-fixation index estimated accounting for null alleles; Freq.Null-mean frequency of null alleles. Results for adults originate from [8] . 
Neighborhood Model Selection and Genotyping Errors
Initially, NMπ was run for the entire data set (600 seedlings, 252 adults from both plots) with different combinations of parameters included in subsequent models. We started the estimation process with a model that included selfing (s) and background pollination (m p ), along with a vector of genotyping error rates (ε). Other parameters were consecutively added to the model, including dispersal kernel parameters, anisotropy parameters, and selection gradients. Parameters were retained in the model if they significantly improved the model in terms of the log-likelihood ratio. Although tree height, when considered separately, was found to be a significant covariate of mating success, it was found to be insignificant when included in the model jointly with tree DBH. Therefore, only selection gradients related to DBH were retained in the final model. There was no interaction between tree height and DBH.
Our final model, retaining only significant parameters, included: selfing (s), background pollination (m p ), two dispersal kernel parameters (inverse of mean pollen dispersal distance-d p and shape parameter-b p ), two dispersal anisotropy parameters (intensity of anisotropy-k p and prevailing direction of dispersal-a p ), linear and quadratic selection gradients relating male mating success to DBH (β DBH and β DBH 2 ) and the vector of genotyping error rates (ε). This model was applied to the data originating from each plot separately (300 seedlings and 126 adults in each case). Patterns of pollen dispersal were assessed based on exponential-power and Weibull dispersal kernels; however, in all cases, the exponential-power kernel provided a slightly (although not significantly) better model fit than the Weibull kernel. Therefore, our primary results are presented based on the exponential-power dispersal kernel only.
When applying the final model to the entire dataset, all 11 loci exhibited significant levels of genotyping error (Table S2) , with a mean error level equal to 0.042. Error rate estimates were correlated between the two sample plots (r = 0.8949; p = 0.0002). However, given that the NMπ software efficiently handles a wide range of genotyping errors [37] , we decided to use all loci in the parentage analyses. Genealogies of offspring established based on the full mating model, using NMπ, indicated that 448 (75%) seedlings had their paternity defined at probability >0.95, and 535 (89.2%) seedlings at probability >0.80.
Mating System, Pollen Dispersal, and Selection Gradients
Self-fertilization was found to be significant at plot A, but not at plot B (Table 2) , with a significant estimate obtained for the entire dataset (s = 0.0268). The level of background pollination was also variable among the plots, with a lower estimate at plot A (m p = 0.3501) than at plot B (m p = 0.4427) ( Table 2) . The background pollination level estimated based on the entire dataset was 0.4058. All of these estimates were significant. Table 2 . Parameters of the mating system, pollen dispersal, and selection gradients estimated by the neighborhood model (SD in parentheses; significant estimates (p < 0.05) are marked in bold).
Mating Parameter Plot A Plot B Both Plots Jointly
Self The estimates for dispersal kernel parameters were relatively similar between the two plots ( Table 2 ). Whilst SD estimates were high, retaining the kernel parameters (either exponential-power or Weibull) in the mating model had a highly significant effect on the model likelihood. The kernel parameters indicated that pollen dispersal was leptokurtic (fat-tailed), with a shape parameter of the exponential-power kernel of approximately 0.32 ( Table 2 ). Dispersal kernel estimates indicated that the mean kernel dispersal distance ranged from approximately 110 to >300 m, depending on the dispersal kernel and the plot (Table 3 ). However, the exponential-power and Weibull kernels showed a generally similar shape in terms of kernel probability density distribution ( Figure 2 ). The probability of dispersal drops off quickly up to a distance of about 20 m, then decreases more slowly. This means that there is a high probability of mating between near neighbors, while more distant male trees have a distinctly lower probability of mating with a given female. Indeed, the detailed analysis of seedling paternities based on the full model indicated several examples where a mother tree was successfully pollinated by a nearby male (eg.: 52→51, 7, 6 m; 65→66, 9, 8 .85 m; 113→114, 8, 17 m; male→female, number of seedlings, distance). Interestingly, the most productive full-sib mating (22 seedlings) was with mother tree 42, which was pollinated by nearby tree 43 located only 12.7 m away. In addition to the analysis of dispersal kernels, it is also possible to explore actual pollen dispersal within the neighborhoods based on the inferred genealogies. In the case of the full model with exponential-power kernel, the mean pollen dispersal distance between sampled mothers and assigned pollen parents within the neighborhoods was 43.77m ( Figure S1 ). However, 50% of locally sired offspring resulted from pollination with males located closer than 33.3 m from mother trees ( Figure S2 ).
We found that, within neighborhoods, pollen was dispersed mostly towards the northern direction (a p = 6.12 translates to the azimuth of 22 • , i.e., N-NE), and this pattern was consistent among the two sample plots ( Table 2 ). The directionality of pollen dispersal was confirmed by highly significant estimates of anisotropy parameters (k p ).
It appeared that the DBH of male trees had a significant effect on male mating success. The mean DBH among all adult trees was found to be 72.3 cm (SD ± 18.61). Linear selection gradients related to DBH were significant in all analyzed datasets (Table 2) , however, the quadratic selection gradient was not significant in plot B. Mating success increased with tree size (DBH), and the most successful males with diameter of ca. 100 cm were almost two times more successful than males with an average DBH ( Figure 3 ). However, the significant negative estimate of the quadratic selection gradient indicated that male mating success increased with tree DBH to about 100 cm, then gradually decreased, suggesting that an optimum tree DBH of around 100 cm maximizes male mating success. Trees with a diameter above 100 cm were found to be less successful, which might be related to their senescence. Finally, more detailed analyses based on inferred genealogies revealed that the most successful 20% of males contributed to 67% of locally sired offspring, and 108 local males (42.5%) did not father any of the sampled offspring. The remaining 144 males sired between 1 and 22 offspring ( Figure S3 ). Using the inferred genealogies, we calculated the relative contributions (φ j ) of each male within the plot to the sample of investigated offspring and estimated the effective number of pollen parents based on the equation N ep = 1/Σφ j 2 . The effective number of local pollen parents was found to be 30.36 and 43.84 for plots A and B, respectively. However, taking into account pollen immigration and assuming that the number of pollen donors in background populations is large [24] , the total effective numbers of pollen parents were estimated as 81.60 and 144.93 for plots A and B, respectively. Finally, taking into account estimates of N ep and the fact that the seeds were sampled from 10 mother trees, the overall effective numbers of offspring samples (including male and female components) could be estimated as N e = (4×N ep ×10)/(10+N ep ) [40] , with the resulting estimates equal to 35.63 and 37.42 for plots A and B, respectively. These effective numbers were comparable to the effective numbers estimated based on the linkage disequilibrium method presented earlier. Finally, the locally sired offspring (348 seedlings) were the result of matings between 209 male→female pairs, with each pair being the parents of 1 to 22 offspring ( Figure S4 ). We also estimated mating system parameters for individual mother trees (Table S3 ). Individual selfing rates ranged from 0.008 to 0.099. Selfing rates were significantly different from zero in six mothers in plot A and two mothers in plot B. The proportion of background pollination (m) varied from 0.252 to 0.718, and while mother trees located close to the edges of the plots generally had higher m estimates ( Figure S5) , it was not the universal rule (e.g., tree 42, located at the southern edge of Plot A, had the lowest background pollination level, likely due to efficient pollination by tree 43, see above). The plot means of individual estimates of s and m were in close agreement with the corresponding estimates obtained based on NMπ ( Table 2 ). Effective numbers of background and local pollen parents were about 1.3 times larger for Plot B than for Plot A. The effective numbers were not correlated with the levels of selfing or background pollination.
Background Pollination vs. Pollen Dispersal Kernel
To study the relationship between the estimated pollen dispersal kernel and the background pollination level, we performed simple simulations. Using the parameters of the exponential-power kernel based on the full model and the entire dataset, assuming that all matings occur within the circular area of about 160 ha (the size of the forest complex), we found that the proportion of pollen immigration from outside of the neighborhood is approximately 0.4 (a value close to our estimate of m = 0.4058, Table 2 ) when the neighborhood radius is roughly 115 m (Figure 4 ). Decreasing neighborhood size results in progressively increasing immigration levels. Analogously, for the Weibull kernel, the neighborhood size corresponding to an immigration level of 0.4 was found to be about 105 m. It should be noted that, in this study, the designed sample plots had diameters of about 220-250 m; however, the mother trees were not strictly located in the center of the plots. Instead, they were situated in various parts of the plot with variable distances to the plot edge, which could have affected the observed background pollination levels. Therefore, it is reasonable to expect that some proportion of immigrant pollen could originate from males located just outside of the sample plots.
We reanalyzed our data set, adjusting the neighborhood size so that the level of background pollination was estimated at m = 0.5, corresponding to the neighborhood size which is the median of the pollen dispersal distance. In the case of our study, the neighborhood size corresponding to m ≈ 0.5 was equal to 84 m in both exponential-power and Weibull kernels. Note that the level of m estimated in the NMπ is defined based on the paternity exclusion and not the shape of a dispersal kernel. In our simulations, the immigration level of m = 0.5 corresponded to neighborhood sizes of approximately 85 m and 80 m for exponential-power and Weibull kernels, respectively.
In conclusion, comparing our results with simulations suggests that in the studied population, the majority of mating events likely occurred within the studied forest complex of 160 ha, assuming a similar density of larch trees within and outside of the neighborhoods (sampled plots). However, because the actual density of larch trees outside of the studied sample plots is not uniform, and is actually slightly lower than in the neighborhoods (based on forest inventory data; bdl.lasy.gov.pl), one might expect that a proportion of pollen (although small) could originate from outside of the forest complex. 
Discussion
Monitoring mating patterns and gene flow in natural forest tree populations is essential for managing their genetic resources [1, 6] . Such monitoring is especially crucial in populations subjected to conservation in nature reserves and national parks [1] , but also in other populations selected for gene conservation, such as GRMUs (gene resource management units, [41] ) or GCUs (genetic conservation units, [3] ). In this paper, we present the results of the analyses of the mating system and patterns of effective pollen-mediated gene flow in Polish larch located in the nature reserve of Chełmowa Mountain, Poland. Although, in general, our results conform with other similar studies of wind-pollinated forest trees, the conclusions resulting from this study should be considered with caution, as they are only based on a single seed crop. Specifically, patterns of pollen dispersal may vary year by year due to possible variations in meteorological variables and variation in masting affecting the potential for pollen dispersal [30] .
The level of selfing found in this study translates to an outcrossing rate of t = 0.9732 (t = 1−s), which can be compared to earlier studies. In Larix species, the outcrossing rate has previously been found to be high, ranging from 0.85 to 0.97 [42] [43] [44] [45] [46] , which is typical for other coniferous tree species [47] , although occasionally, in case of pollen deficiency, the outcrossing rate can fall below 0.80 [48, 49] . The level of selfing might be variable among sampled females [48] . In our case, small sampling sizes per mother (30 seeds) did not allow for a profound exploration of this variation, but we noticed few females with selfing rate close to s = 0.1. Therefore, when seed harvesting is performed from a few individual mother trees, it is always advisable to monitor the level of selfing and effective numbers of pollen parents of individual half-sib families.
We found that around 40% of pollen resulted from mating with males located outside of the sampled plots. The two plots differed significantly in m estimates (35% vs. 44%); however, the differences could be, to some degree, attributed to the sizes of the plots. The two plots were represented by 126 adult trees each, but due to some differences in tree density, the plots differed in area (Table S1) , with Plot A being larger (4.40 ha) than Plot B (3.30 ha). Mother trees from which seeds were sampled were not located centrally but were distributed throughout the plot, and the differences in their location within the plots could also contribute to some differences in pollen dispersal parameters among the plots, especially in the background pollination levels. The parameters of dispersal kernels indicated that pollen dispersal is more extensive in plot B than in plot A, which is in line with the higher proportion of m observed in plot B. In conclusion, differences between the plots in s and m rates, and mean kernel pollen dispersal distances, suggest that, despite the differences in the plot sizes, pollen dispersal was more intensive in Plot B. The most likely reasons for these differences are differences in the coexisting tree species and site topography [30] .
Most information about effective long-distance pollen dispersal in conifers comes from studies of pollen contamination in coniferous seed orchards [17, 19, 50] . Seed orchards are artificial populations established to promote mating among selected genotypes [51] , and they are usually relatively isolated from conspecific stands to avoid background pollination. However, even then, the observed level of pollen immigration might be as high as 50% [17, 50] . Therefore, our estimates of background pollination obtained for sample plots being a part of a forest complex should be considered rather low.
Larix has relatively heavy pollen compared to other conifers and consequently has a lower capacity to disperse pollen over large distances [52] . The terminal velocity of larch pollen (0.126 ms −1 ) is 3-4 times higher than that of pines [52, 53] . Larix is characterized by a relatively strong genetic structure among populations compared to other conifers [54] , which might also be related to the limited ability of larch to disperse pollen over long distances. Some authors relate to lack of genetic differentiation among larch populations located at the northern limits of the species distribution to extensive gene flow [55] ; however, mechanisms other than contemporary pollen mediated gene movement could also be responsible for the lack of population genetic structure.
Estimating pollen dispersal kernels based on genotypic data brings several challenges [23, 26] . Direct genetic methods based on paternity analyses are particularly attractive tools for research, but they usually require exhaustive sampling of a potentially large number of paternal candidate individuals [22] . The sampling limitations of large continuous populations are problematic because the precision of parameters of fat-tailed dispersal kernels depend mainly on the number of distant dispersal events [23, 26, 38, 56] , and limiting the area of sampling of potential paternal individuals (truncating the maximum dispersal distance within the plot) has negative impacts on the precision of kernel parameter estimates. Consequently, in many studies, the estimate of mean kernel dispersal distance is associated with wide confidence intervals, which is particularly evident for fat-tailed dispersal kernels [23, 32, 38] . The complexity of dispersal events (spatial or temporal variance) and the influence on probabilities of dispersal from other factors (tree density, topography, the variance of fecundities, etc.) contribute to imprecise definitions of dispersal kernels [23] . Because the probability of paternity is not exclusively related to the distance between mates, we extended our model, incorporating directionality parameters and selection gradients related to tree size, which significantly improved the likelihoods of the mating models applied.
The mean pollen dispersal distances presented in this study (111-167 m, depending on the kernel type) are comparable to or lower than those reported in previous studies in conifers [31, 57, 58] . The shape of the kernels indicated that mating is most likely among near neighbors; however, possible mating with distant males is also possible, resulting in fat-tailed (leptokurtic) dispersal kernels. Because of a limited range of actual local mating events within the plots, both tested kernels presented similar patterns of pollen dispersal (no significant difference between the exponential-power and Weibull kernels).
Linking pollen dispersal kernels with levels of observed background pollination seems to be one of the greatest challenges of the reproductive biology of forest trees [18] , and of plants in general [23] , because this problem involves the issue of long-distance pollen dispersal affecting adaptive processes which are critical in the context of climate change [18, 59] . A substantial discrepancy between background pollination inferred from dispersal kernels and actual pollination estimates based on genetic exclusion could provide indirect evidence on the importance of mesoscale dispersal processes to effective pollen dispersal [29] . Several attempts have been made to link or explain background pollination based on dispersal kernels [31, 32, 56] . These methods usually assume that populations spanning outside of sampled plots have densities and fecundities similar to those observed within plots. Because, in this study, sample plots were located in a fairly isolated forest complex, surrounded largely by agricultural landscape, we performed simple simulations attempting to compare observed patterns of pollen dispersal (dispersal kernel) with expected (simulated) patterns, assuming that all mating events occurred within the simulated population comparable to our forest complex of about 160 ha in size. The similarity between the simulated and observed patterns of background pollination along various neighborhood sizes suggested that background pollination from outside of the forest complex is very unlikely. This is an important finding of the study in the context of conservation of genetic diversity of the population [1] indicating that the majority of seeds result from local pollination.
The importance of background pollen to the reproduction of a local population is likely governed by the abundance of pollen produced by local populations relative to the amounts of pollen released by background sources. In the case of stand-forming trees growing over large areas, such as some pine species, it is believed that large quantities of pollen can be effectively transported over considerable distances and still being capable of fertilization [29] . However, Larix covers only about 1.2% of the forested area of theŚwiętokrzyski National Park (ŚNP), and it is even less frequent in other forests surrounding theŚNP. The larch population on Chełmowa Mountain is an unusual example of a forest stand dominated by large mature trees of this species. Therefore, our results reveal that it is reasonable to expect that the majority of female trees located on the reserve of the Chełmowa Mountain are pollinated within this somewhat isolated reserve. However, stands or forest compartments with larch trees of suspected non-local origin, such as those identified in our earlier study [8] should be gradually removed to assure the genetic integrity of the local core Polish larch population.
Conclusions
Monitoring mating patterns and gene flow is especially important in tree populations subjected to nature conservation efforts. Measures of pollen dispersal within stands, and pollen immigration into stands, may provide insights into dynamics of reproductive processes, and could be helpful in making management decisions aimed at conserving the genetic resources of local populations. The studied population of Polish larch, located in a relatively isolated forest complex (160 ha), exhibited acceptably low levels of selfing and moderate levels of background pollination. However, background pollination was measured as the proportion of offspring sired by unknown males, excluding the 252 genotyped individuals sampled within the studied plots. Based on the estimated pollen dispersal kernels and simulations, we inferred that the majority of background pollen likely originated from trees located within the forest complex and not surrounding forests. This implies that the genetic integrity of this population has the potential to be preserved. Therefore, actions promoting natural regeneration, or even the artificial planting of seedlings derived from seeds harvested in the core of the Polish larch population on Chełmowa Mountain, should be taken to increase the chance of sustainability of this valuable population.
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